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ABSTRACT Objective: To investigate the effects of long chain non-coding (Lnc) RNA SNHG14/microRNA (miR)-211 on the
proliferation and invasion of cervical cancer cells. Methods: Cervical cancer cell line SiHa were divided into three groups: blank group
(without transfection), control group (transfected with miR-NC) and miR-211 group (transfected with miR-211 mimic), used the MTT to
detect cell proliferation activity, Transwell to detect the cell invasion and metastasis, qPCR to detect of LncRNA SNHG14 and miR-211
mRNA levels, Western blotting to detect of of Mucin 4 (MUC4) protein levels. Results: At 24 h and 48 h after transfection, the cell
proliferation, invasion, metastasis index and the relative expression levels of LncRNA SNHG14 and MUC4 in the miR-211 group were
lower than those in the blank group and the control group (P<0.05), and the expression of miR-211 mRNA The level were higher than
that of the blank group (P<0.05), and the difference compared between the blank group and the control group were not statistically
significant (P>0.05). Conclusion: Over-expression of miR-211 can inhibit the expression of LncRNA SNHG14, which can inhibit the
expression of MUC4, thereby inhibit the proliferation, invasion and metastasis of cervical cancer cells.
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Table 1 Comparison of three groups of cell proliferation indexes (%, x+s)

Groups n 24h 48 h
MiR-211 group 3 35.32+2.19% 42.66+1.59%
Control group 3 56.87+4.50 67.02+2.75
Blank group 3 57.01+5.01 68.00+3.81

Note: Compared with the control group, *P<0.05; Compared with the blank group, “P<0.05.
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Table 2 Comparison of the three groups of cell invasion and metastasis indexes (%, xzs)

Cell invasion indexes Cell metastasis indexes

Groups n
24 h 48 h 24 h 48 h
MiR-211 group 3 14.20+3.29** 28.82+2.77% 15.09+2.47** 22.84+3.14*
Control group 3 34.62+2.88 45.01+3.11 36.09+3.14 46.02+4.82
Blank group 3 35.02+3.11 45.67+£2.48 35.98+2.77 48.72+5.11

Note: Compared with the control group, *P<0.05; Compared with the blank group, ?P<0.05.

% 3 =40 LncRNA SNHG14 5 miR-211mRNA #8%F 3R 1A 7K F X b (x+s5)
Table 3 Comparison of the relative expression levels of three groups of LncRNA SNHG14 and miR-211 mRNA (xzs)

miR-211 SNHG14
Groups n
24h 48 h 24 h 48 h
MiR-211 group 3 34.20+2.49* 41.48+3.11% 0.67+0.13** 0.71£0.14**
Control group 3 1.32+0.12 1.35+0.13 4.82+0.32 4.89+0.23
Blank group 3 1.22+0.11 1.32+0.13 5.10+0.21 5.02+0.19
Note: Compared with the control group, *P<0.05; Compared with the blank group, “P<0.05.
* 4 =4 MUC4 B ARIZKFEIFLE (ves)
Table 4 Comparison of MUC4 protein expression levels in three groups ( x+s)
Groups n 24h 48 h
MiR-211 group 3 0.84+0.09*" 0.88+0.12*"
Control group 3 5.02+0.11 5.00+0.10
Blank group 3 4.98+0.13 4.87+0.09

Note: Compared with the control group, *P<0.05; Compared with the blank group, “P<0.05.
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